Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.004 Å; R factor = 0.057; wR factor = 0.194; data-to-parameter ratio = 18.4.
In the title compound, C 25 H 27 ClO 3 , each of the cyclohexenone rings adopts an envelope conformation, whereas the sixmembered pyran ring adopts a flattened boat conformation, with the O and methine C atoms deviating from the plane of the other four atoms. The C=C double bond is in the trans conformation. In the crystal, weak C-HÁ Á ÁO hydrogen bonds link the molecules into chains running parallel to the b axis.
Related literature
For the synthesis and the crystal structures of xanthene derivatives studied recently by our group, see: Cha et al. (2013) ; Lee et al. (2012 Lee et al. ( , 2013 . Mo K radiation = 0.20 mm À1 T = 296 K 0.40 Â 0.10 Â 0.10 mm
Data collection
Rigaku R-AXIS RAPID diffractometer Absorption correction: multi-scan (ABSCOR, Rigaku, 1995) T min = 0.629, T max = 0.981 21185 measured reflections 5042 independent reflections 2842 reflections with F 2 > 2.0(F 2 ) R int = 0.042 Refinement R[F 2 > 2(F 2 )] = 0.057 wR(F 2 ) = 0.194 S = 1.11 5042 reflections 274 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.49 e Å À3 Á min = À0.37 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
D-HÁ Á ÁA D -H HÁ Á ÁA D Á Á ÁA D -HÁ Á ÁA C23-H23BÁ Á ÁO2 i 0.96 2.53 3.461 (4) 163
Symmetry code: (i) Àx þ 5 2 ; y þ 1 2 ; Àz þ 3 2 .
Data collection: RAPID-AUTO (Rigaku, 2006) ; cell refinement: RAPID-AUTO; data reduction: RAPID-AUTO; program(s) used to solve structure: Il Milione (Burla et al., 2007) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: CrystalStructure (Rigaku, 2010); software used to prepare material for publication: CrystalStructure.
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Figure 1
The molecular structure of (I) showing the atomic numbering and 50% probability displacement ellipsoids. 
9-[(E)-2-(4-Chlorophenyl

Data collection
Rigaku R-AXIS RAPID diffractometer Detector resolution: 10.000 pixels mm -1 ω scans Absorption correction: multi-scan (ABSCOR, Rigaku, 1995) T min = 0.629, T max = 0.981 21185 measured reflections 5042 independent reflections 2842 reflections with F 2 > 2.0σ(F 2 ) R int = 0.042 
